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[Research Subject] Flexibility in protein-DNA molecular recognition studied by
multiscale simulations

Grad School Sci. Kyoto University, Professor
[E-mail] takada@biophys.kyoto-u.ac.jp

[Speciality] Theoretical Biophysics

[ Keywords] Protein folding, Molecular motor, Gene dynamics,

Molecular simulation, Coarse-gained model

We study various biomolecular systems responsible for versatile biological
phenomena.Currently, the targets includes protein folding dynamics in cell, molecular
motors, and gene structure and dynamics.

Research Group Activity

Protein folding in test tube and in
cell

We study energy landscape and folding

reaction pathways of various proteins

using molecular simulations.
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Gene dynamics
Chromatin structure and dynamics, and

transcription factor dynamics on

chromatin are studied.

Molecular motor studied by
multiscale approaches
How ATP hydrolysis is coupled with

mechanical work.
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